The correlation between amino acid patterns of the seed proteins and the taxonomic groups of the plants has been suggested by some authors1 '2' . However, little convincing data to support the general adaptability of the theory have thus far been published. The present study was undertaken to test this line of inference on the basis of extensive analytical survey. As test materials served the mature seeds of edible as well as wild plants belonging to various subfamilies of Gramineae. The seeds of Leguminosae and Polygonaceae plants were also examined. In addition, other plant families including Liliaceae, Cruciferae, Solanaceae and Cucurbitaceae were also investigated. Various protein fractions were extracted from the seeds of the representative forms of the three subfamilies of Gramineae and compared with respect to their amino acid pattern.
The microbiological assay method using lactic acid bacteria was employed throughout the work. The results of preliminary experiments carried out with several species of plants, showed a satisfactory consistency of seed amino acid pattern in each plant species. Environmental factors under which the plants had been grown were found not to alter significantly the pattern in question. The results obtained will be briefly described in the following.
The four subfamilies of Gramineae were found to differ from each other in their amino acid pattern of the seeds. The subfamily Panicoideae is characterized by its high alanine and leucine content in marked contrast to those of other three subfamilies. The seeds of Panicoideae and Eragrostoideae showed lower levels of lysine and arginine as compared with the seeds of the other two subfamilies. Pooideae is distinguished from Pharoideae by the higher level of glutamic acid and proline on the one hand and by the lower level of aspartic acid on the other. Pharoideae is thus distinguished from Pooideae and also from the other two subfamilies by its lower content of glutamic acid and proline as well as by the higher content of aspartic acid. The experimental results are in accord with the taxonomic system of Gramineae proposed by Tateoka3' .
No significant difference in amino acid composition was found among the albumins of the three subfamilies, Panicoideae (Japanese barnyard millet and f oxtail millet), Pooideae (wheat and naked barley) and Pharoideae (rice). The same was found to be true with the seed globulins of the three subfamilies of Gramineae. On the other hand, the amino acid patterns of prolamins and glutelins showed differences from one subfamily to another.
The above stated characteristics of the four subfamilies can be accounted for when we consider the above-mentioned differences in amino acid composition of their prolamins and glutelins and the different proportion of the four protein fractions constituting the bulk of the protein in the seeds. The full account in these respects * Food Research Institute , Ministry of Agriculture and Forestry, Fukagawa, Koto-ku, Tokyo, Japan. 
